• Figures S1 and S2.
substitution rate is designated a light orange colour and increasing colour intensity represents higher nucleotide substitution rates. Of note the common cuckoo and budgerigar both had disruptions within the DCC locus but retained DCC itself. We observed a trend of higher nucleotide substitution rates in the remaining genes in the locus for these birds. Statistical analysis of these data are shown in Tables S2 -S5 . Table S1 was used to determine any statistical significance between groups as follows: group 1 -nucleotide substitution rate of genes outside the disrupted locus (NARS -TCF4 and Table S1 . Salvaged genes in Passeriformes versus non salvaged genes. Statistical analysis of the nucleotide substitutions per site from Table S1 was performed using a non-paired, ttest as described in detail the methods. The raw data from Table S1 analysed is shown in the Table with the gene name at the top of the table and the species name at the left side of the table. The nucleotide substitution rate (branch length) data from Table S1 was used to determine any statistical significance between groups as follows: group 1 -nucleotide substitution rate of genes outside the disrupted locus ( NARS -TCF4 and ACAA2 -CTIF) versus group 2 -nucleotide substitution rate of the genes salvaged from the disrupted locus in Passeriformes. On the right hand side of the table the raw statistical analysis is shown for each comparison; whether the group passed the normality test, number of samples, mean, standard error of the mean and exact P value. The relative significance of the comparison between the groups is shown in the last column (not significant (n.s.), *, ** or ***). A heat map is superimposed on the table to highlight the trends within the data. This represents the total branch length from the crocodile-bird common ancestor to each particular species, measured in substitutions per site (called sympatric distance to the root). The lowest substitution rate is designated a light orange colour and increasing colour intensity represents higher nucleotide substitution rates. Table S1 . Salvaged genes in Galliformes versus orthologs where the locus was not disrupted.
Statistical analysis of nucleotide substitution rate data in
Statistical analysis of the nucleotide substitutions per site from Table S1 was performed using a non-paired t-test as described in detail the methods. The raw data from Table S1 analysed is shown in the Table S4 with the gene name at the top of the table and the species name at the left side of the table. The nucleotide substitution rate (branch length) data from Table S1 was used to determine any statistical significance between groups as follows: group 1: nucleotide substitution rate of orthologs from birds where the DCC locus was disrupted in Galliformes versus group 2: nucleotide substitution rate of orthologs from birds where the DCC locus was not disrupted. On the right hand side of the table the raw statistical analysis is shown for each comparison; whether the group passed the normality test, number of samples, mean, standard error of the mean and exact P value. The relative significance of the comparison between the groups is shown in the last column (not significant (n.s.), *, ** or ***). A heat map is superimposed on the table to highlight the trends within the data. This represents the total branch length from the crocodile-bird common ancestor to each particular species, measured in substitutions per site (called sympatric distance to the root). The lowest substitution rate is designated a light orange colour and increasing colour intensity represents higher nucleotide substitution rates. Table S1 was performed using a non-paired t-test as described in detail the methods. The raw data from Table S1 analysed is shown in the Table S5 with the gene name at the top of the table and the species name at the left side of the table. The nucleotide substitution rate (branch length) data from Table S1 was used to determine any statistical significance between groups as follows: group 3: nucleotide substitution rate of orthologs from birds where the DCC locus was disrupted in Passeriformes versus group 2: nucleotide substitution rate of orthologs from birds where the DCC locus was not disrupted. On the right hand side of the table the raw statistical analysis is shown for each comparison; whether the group passed the normality test, number of samples, mean, standard error of the mean and exact P value. The relative significance of the comparison between the groups is shown in the last column (not significant (n.s.), *, ** or ***). A heat map is superimposed on the table to highlight the trends within the data. This represents the total branch length from the crocodilebird common ancestor to each particular species, measured in substitutions per site (called sympatric distance to the root). The lowest substitution rate is designated a light orange colour and increasing colour intensity represents higher nucleotide substitution rates. 
